On the Cover: Cellulose is the major structural component of plant cell walls and has great potential as a renewable source of energy. The plant cellulose synthesis complex (CSC), also called a 'rosette' because of its hexameric appearance in transmission electron microscope (TEM) images, is a large multi-subunit transmembrane protein complex responsible for synthesis of cellulose chains and their assembly into microfibrils. Despite the importance of cellulose, fundamental properties of the CSC remain unclear. The number of cellulose synthase (CESA) proteins in the CSC and the number of cellulose chains in a microfibril have been debated for years. Vandavasi et al report a solution structure of the catalytic domain of CESA1 from Arabidopsis thaliana determined by small-angle scattering that provides experimental evidence for the selfassembly of CESA into a stable trimer. This study strongly supports the 'hexamer of trimers' model for the rosette CSC that synthesizes an 18-chain cellulose microfibril as its primary product. The cover shows ab initio structures of CESA trimers calculated from small-angle scattering data represented by semi-transparent grey surface envelopes, superposed with the computational atomic models in orange. The trimer models are arranged in a hexameric configuration consistent with the rosette shape observed in TEM images. The view is from the cytosolic side of the membrane. Cellulose microfibrils are visible in the apoplastic space. Cover image credits: Thomas Splettstoesser, scistyle. com, Berlin, Germany.
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